Wild Life Conservation and Management Office. Swabs (1 oropharyngeal and 1 cloacal of each bird) were taken and transported in viral transport medium to the laboratory at 4°C for downstream molecular diagnosis within 6 hours.
and primers designed in this study (on request). PCR products were gel-purified by using the QIAquick gel extraction kit (QIAGEN, Valencia, CA, USA) and were sequenced with the BigDye terminator kit (Applied Biosystems) on an ABI 3730 (Applied Biosystems). Sequences were assembled and edited with the Lasergene sequence analysis software package (http://www.dnastar.com/t-dnastar-lasergene.aspx). Primers for sequencing were similar to those used for amplification.
Phylogenetic Analysis
A phylogenetic tree was constructed of the HA genes of H5 viruses in wild birds of Shanghai, China, 2013-2014 (see text Figure) . The viruses of this study are indicated in boldface. Representative isolates are underlined and referred to in abbreviation form in brackets.
A total of 109 HA gene sequences (≥1,594 nt) were used for tree reconstruction. Representative 
